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REVIEWER INDEX 
to Volume 106, January-April, 1984 


Below is a list of the people who reviewed manuscripts for GENETICS during the 
preparation of Volume 106. 

The aim of GENETICS is to communicate significant research. To succeed, we must 
recognize what is significant; we must make sure the presentation is accurate, unambig- 
uous and yet readable. For this, we depend heavily on our reviewers, who perform this 
indispensible service without reward. The quality of the journal can be no better than 
the quality of their efforts. We apologize to any reviewer whose name has been inad- 
vertently omitted, and we are sincerely grateful to all. 
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